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SEQ ID NO 1 : BimL (Corresponds to the nucleic acid sequence of SEQ ID NO: 153) 
ASMRQAEPADMRPEIWIAQELRRIGDEFNAYYARE 

SEQ ID NO: 2 Bak (Corresponds to the nucleic acid sequence of SEQ ID NO: 154) 
GQVGRQLAIIGDDINRRK 

SEQ ID NO: 3 Bax (Corresponds to the nucleic acid sequence of SEQ ID NO: 155) 
KLSECLKRIGDELDSNMELQRMIAAVDTDSPR 

SEQ ID NO: 4 Bcl2 L12 (Corresponds to the nucleic acid sequence of SEQ ID NO: 156) 

TGKEAILRRLVALLEEEAEVINQKLASDPALRSKLVRLSSDSFA 

HL 

SEQ ID NO: 5 Neutrophil cytosolic factor 2 (Corresponds to the nucleic acid sequence of SEQ 
ID NO: 157) 

QRGMLYYQTEKYDLAIKDLKEALIQLRGNN 

SEQ ID NO: 6 Talin (splice variant) (Corresponds to the nucleic acid sequence of SEQ ID NO: 
158) 

GGESDTDPHFQDALMQLAKAVASAAAALVLKAKSVAQR 

SEQ ID NO: 7 Golgi SNAP receptor complex member 1 (Corresponds to the nucleic acid 
sequence of SEQ ID NO: 159) 

GTRQDRMFETMAIEIEQLLARLTGVNDKMAEYTNA 

SEQ ID NO: 8 HSCP300 (Corresponds to the nucleic acid sequence of SEQ ID NO: 160) 
AVQEDPVQREIHQDWANREYIEIITSSIKKIAD 

SEQ ID NO: 9 Syntaxin 4A (Corresponds to the nucleic acid sequence of SEQ ID NO: 161) 
ATRQ ALNEISARHSGIQQLERSIRELHDIFTFL 

SEQ ID NO: 10 Tumor protein HDCMB21P (Corresponds to the nucleic acid sequence of SEQ 
ID NO: 162) 

MFSDIYGIREIADGLCLEVEGKMVSRPE 

SEQ ID NO: 1 1 Toll-like receptor 3 (Corresponds to the nucleic acid sequence of SEQ ID NO: 
163) ' ^ . 

FWLEERDFEAGVFELEAIVNSIKRS 

SEQ ID NO: 12 Voltage dependent anion channel 3 (Corresponds to the nucleic acid sequence 
ofSEQIDNO: 164) 

MKWDTDNTLGTEISWENKL AEGLKLTLDTIF VHHVLH APH 
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SEQ ID NO: 13 Aldehyde dehydrogenase (Corresponds to the nucleic acid sequence of SEQ ID 
NO: 165) 

RGAVFSQDKDVVQEATKVLRNAADNFYINDR 

SEQ ID NO: 14 Human retrotransposon LI (Corresponds to the nucleic acid sequence of SEQ 
ID NO: 166) 

TGTGAPRFIKEVQELNSALHQSDLIDIYRTLHP 

SEQ ID NO: 15 TPR, nuclear pore complex-associated protein (Corresponds to the nucleic acid 

sequence of SEQ ID NO: 167) 

SNELTRAVEELHKLLKEARE 

SEQ ID NO: 16 TRAP 100 Thyroid hormone receptor-associated protein (Corresponds to the 
nucleic acid sequence of SEQ ID NO: 1 68) 

TYWNLLPPKRPIKEVLTDIFAKVLEKGWVDSRS 

SEQ ID NO: 17 Parathyroid hormone receptor (Corresponds to the nucleic acid sequence of 
SEQ ID NO: 169) 

LFTILLTLWTMRCSSTPSG 

SEQ ID NO: 18 Calpain (Corresponds to the nucleic acid sequence of SEQ ID NO: 170) 
AGEDMEIS VKELRTILNRIISKHKDLRT 

SEQ ID NO: 19 Occludin, tight junction protein (Corresponds to the nucleic acid sequence of 
SEQ ID NO: 171) 

GLREESEEYMAAADEYNRLKQVKQPA 

SEQ ID NO: 20 Human nGAP protein (Corresponds to the nucleic acid sequence of SEQ ID 
NO: 172) 

KGIISRLMSVEEELKRDHAEMQAGCGLQTEDHLMPRRSAFASL 
DAVNARLMSALTPAXRYVXHCXPL 

SEQ ID NO: 21 Ankryn 2 (Corresponds to the nucleic acid sequence of SEQ ID NO- 173) 
WERIEERLAYIADHLGFSWTELARAL 

SEQ ID NO: 22 Sterol regulatory element binding txn factor (splice variant) (Corresponds to the 
nucleic acid sequence of SEQ ID NO: 174) 
ARGDFAQAAQQLWLALRALGRPLPTSH 

SEQ ID NO: 23 Diacylglycerol kinase Zeta (Corresponds to the nucleic acid sequence of SEO 
ID NO: 175) 

GSSKDLAKHIQVVCD GMDLTPKIHDLKPQ C 
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SEQ ID NO: 24 Translin (Corresponds to the nucleic acid sequence of SEQ ID NO: 176) 
GFLAAEQDIREBIRKVVQSLEQTAREVLTLLQG 



SEQ ID NO: 25 Hep C associated,interferon-induced microtubular (Corresponds to the nucleic 
acid sequence of SEQ ID NO: 177) 

LDPVKDVLILS ALRRMLWAADDFLEDLPFEQIG 



SEQ ID NO: 26 Mitochondrial NADH dehydrogenase submit 1 (Corresponds to the nucleic 
acid sequence of SEQ ID NO: 178) 

ANLLLLMVPILIAM AFLMLTERKILGYIQPR 

SEQ ID NO: 27 Mitochondrial ATP synthase FO subunit 8 (Corresponds to the nucleic acid 
sequence of SEQ ID NO: 179) 

LRLNTTVWPTIITPILLTLFLITNRLITTR 

SEQ ID NO: 28 Mitochondrial NADH dehydrogenase chain 5 (Corresponds to the nucleic acid 
sequence of SEQ ID NO: 1 80) 

TLYLKLTALAVTFLGLLTALDLNYPT 

SEQ ID NO: 29 Hypothetical protein DFKZp434el71 (Corresponds to the nucleic acid 
sequence of SEQ ID NO: 181) 

AGVFSAEPSPFPQTRRSMVFARHLREVGDEFRSRHLNSTDDAD 
E 

SEQ ID NO: 30 Hypothetical protein DKFZp566f2124 (Corresponds to the nucleic acid 
sequence of SEQ ID NO: 182) 

GLKLATVAASMDRVPKVTPSSAISSIARENHEPERLGLNGIAET 
T 

SEQ ID NO: 31 Hypothetical protein KIAA1501 (Corresponds to the nucleic acid sequence of 
SEQ ID NO: 183) 

MRDLPGHYYETLKFLVGHLKTIADHR 

SEQ ID NO: 32 Hypothetical protein DKFZp586ho623 (Corresponds to the nucleic acid 
sequence of SEQ ID NO: 184) 

CGGRMEDIPCSRVGHIYRKYVPYKVPAGVSLARNLKRVADWM 

SEQ ID NO: 33 unknown protein from cDNA: FLJ21691 fis, clone COL09555 (Corresponds to 
the nucleic acid sequence of SEQ ID NO: 185) 

ALSWIEMDTEMEMLLARFRRTPGDLHLDHSVHLCAHP 
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SEQ ID NO: 34 unknown protein from Mitochondrial DNA (Corresponds to the nucleic acid 

sequence of SEQ ID NO: 186) 

TSTLPHIRRTR 

SEQ ID NO: 35 Unknown protein from Homo sapiens cDNA: FLJ23277 fis, clone HEP03322 

(Corresponds to the nucleic acid sequence of SEQ ID NO: 187) 

NGNLFASFIADS 

SEQ ID NO: 36 unknown protein from Homo sapiens cDNA: FLJ22171 fis, clone HRC00654 
(Corresponds to the nucleic acid sequence of SEQ ID NO: 188) 
ILTSPWTTSSGLWPRLQKAAEAFKQLNQP 

SEQ ID NO: 37 unknown protein from cDNA FLJ23179 fis, clone LNG10890 (Corresponds to 
the nucleic acid sequence of SEQ ID NO: 189) 
RTLQPRLLQNQQQHLPALPIWFLLQWLRLHPL 

SEQ ID NO: 38 unknown protein from clone RP5-889J22 on chromosome 22ql3. 1 
(Corresponds to the nucleic acid sequence of SEQ ID NO: 190) 
MAVIINELSQRDSCGPLKISLNNKILVYGNLFSSFTP 

SEQ ID NO: 39 Unknown protein from Mitochondrial DNA (Corresponds to the nucleic acid 

sequence of SEQ ID NO: 191) 

GLAKKSKRNPANLTPP 

SEQ ID NO: 40 Unknown protein from Homo sapiens chromosome X (Corresponds to the 

nucleic acid sequence of SEQ ID NO: 192) 

SSQALRIHQWLHLFSDFTST 

SEQ ID NO: 41 unknown protein bfrom clone RP1 1 -141E20 on chromosome 1 q3 1 .2-3 1 .3 
(Corresponds to the nucleic acid sequence of SEQ ID NO: 193) 
GQVGRQLAIIGDDINRRK 

SEQ ID NO: 42 unknown protein from chromosome 21q22.2, cosmid clone:D37D12, CBR1- 
HLCS region (Corresponds to the nucleic acid sequence of SEQ ID NO: 1 94) 
GVSEAEGTFPLSTFLLGIASRLRS VA 

SEQ ID NO: 43 Unknown protein from Homo sapiens clone RP1 1-198M19, homology to 
retrotransposon (Corresponds to the nucleic acid sequence of SEQ ID NO: 195) 
RAPRFIKQILLDLKREIDFNVRLVEYFNPLS 
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SEQ ID NO: 44 Unknown protein with RNA Homology to Murine retrovirus readthrough seq. 
(Corresponds to the nucleic acid sequence of SEQ ID NO: 196) 
IVAIIAGRLRMLGDQFNGELEASAKN 

SEQ ID NO: 45 Unknown protein from CpG island (Corresponds to the nucleic acid sequence 
of SEQ ID NO: 197) 

LALAYYSSRQYASALKHIAEIIERGIRQH 

SEQ ID NO: 46 unknown protein from clone 425C14 on chromosome 6q22 (Corresponds to the 
nucleic acid sequence of SEQ ID NO: 198) 

AAMLLDRRGTECDLWINEMSLLHKIVQDVYGTPHPPHS 

SEQ ID NO: 47 unknown protein from Human genomic DNA of Xq28 with MTM1 and 
MTMR1 genes (Corresponds to the nucleic acid sequence of SEQ ID NO: 199) 
PWQYKPIADLYRGRESRPSAPR 

SEQ ID NO: 48 unknown protein from clone RP1 1-51701 on chromosome X (Corresponds to 

the nucleic acid sequence of SEQ ID NO: 200) 

LFSVLLRYLADNFLPGGS 

SEQ ID NO: 49 Unknown protein from PAC clone RP5-1021I20 froml4q24.3 (Corresponds to 
the nucleic acid sequence of SEQ ID NO: 201) 
D WQ VLLGKLLWKIDNPGI 

SEQ ID NO: 50 unknown protein from in DNA of chromosomes 8, 10, 14, 16 (Corresponds to 
the nucleic acid sequence of SEQ ID NO: 202) 
GAMEREWAMFLRAASSRIRGGV 

SEQ ID NO: 51 Sequence/protein not in database (Corresponds to the nucleic acid sequence of 
SEQ ID NO: 203) 

VHNFGRHWGLPLSFLLNYPLFLSP 

SEQ ID NO: 52 Sequence/protein not in database (Corresponds to the nucleic acid sequence of 
SEQ ID NO: 204) 

ASMAPVGRDAETLQKQKETIKAFLKKLEALMASNDNANKT 

SEQ ID NO: 53 Sequence/protein not in database (Corresponds to the nucleic acid sequence of 
SEQ ID NO: 205) 

CREQAELTGLRLASLGLKFNKIVHSSMTRAIET 
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SEQ ID NO: 54 Sequence/protein not in database (Corresponds to the nucleic acid sequence of 
SEQ ID NO: 206) 

GTRISDMLKLIADTWQRNCCPA 

SEQ ID NO: 55 Sequence/protein not in database (Corresponds to the nucleic acid sequence of 
SEQ ID NO: 207) 

EQASVKYVILDMYRALLTLMNTSTAT 

SEQ ID NO: 56 Sequence/protein not in database (Corresponds to the nucleic acid sequence of 
SEQ ID NO: 208) 

EDLESVLIRLINWAKGSPIP 

SEQ ID NO: 57 Sequence/protein not in database (Corresponds to the nucleic acid sequence of 
SEQ ID NO: 209) 

RPVSFCGAVWTLNRAIGRHFVRGSR 

SEQ ID NO: 58 Sequence/protein not in database (Corresponds to the nucleic acid sequence of 
SEQ ID NO: 210) 

HAVVARLLHIGAIMFQRLDFIEQLSAPPA 

SEQ ID NO: 59 Sequence/protein not in database (Corresponds to the nucleic acid sequence of 
SEQ ID NO: 211) 

GQGTLWGSGMEAWLATVLKALPWHPTYQLEP 

SEQ ID NO: 60 Sequence/protein not in database (Corresponds to the nucleic acid sequence of 
SEQ ID NO: 212) . 
IAQATKATIDKWNCIKLKIFYTSKKEAS 

SEQ ID NO: 61 Sequence/protein not in database (Corresponds to the nucleic acid sequence of 
SEQ ID NO: 213) 

VVDVPDFIVWLEEAVSDLHRAL 

SEQ ID NO: 62 Sequence/protein not in database (Corresponds to the nucleic acid sequence of 
SEQ ID NO: 214) 

QRRGNEFQLRDLADAWDLSSRSRQRGWQMPNCRSRRGPG 

SEQ ID NO: 63 Proline/glutamine rich splicing factor (Corresponds to the nucleic acid 

sequence of SEQ ID NO: 215) 

RGLWVDRVLEEWGLEPRQ 
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SEQ ID NO: 64 Transforming growth factor (Corresponds to the nucleic acid sequence of SEQ 
ID NO: 216) 

FVRSVGWRLQNIGDDMDHAICGHDVRLG 

SEQ ID NO: 65 L-plastin (Corresponds to the nucleic acid sequence of SEQ ID NO: 217) 
--SGLRKPTCGSSQR 

SEQ ID NO: 66 Arsenate resistance protein (Corresponds to the nucleic acid sequence of SEQ 
ID NO: 218) 

AGTQPLILAQFMRVGGDELLHFLLW 

SEQ ID NO: 67 K-Ras oncogene (Corresponds to the nucleic acid sequence of SEQ ID NO: 
219) 

MDTIKGFDLITNFQVVADALNISLLPNPLATA 

SEQ ID NO: 68 Lysosomal pepstatin insensitive protease (Corresponds to the nucleic acid 

sequence of SEQ ID NO: 220) 

ATWMKTLQGLLDRIQAFPSSPH 

SEQ ID NO: 69 MYBPC3 (Corresponds to the nucleic acid sequence of SEQ ID NO: 221) 
E A NR KQPKPNNSSTAYYNFTGVSILPSYKP 

SEQ ID NO: 70 cDNA FLJ20617 (Corresponds to the nucleic acid sequence of SEQ ID NO: 
222) 

GSLTHHINNIKPSSTR 

SEQ ID NO: 71 UDP glucoronosyl transferase 2B4 precursor (Corresponds to the nucleic acid 
sequence of SEQ ID NO: 223) 

VSCWPSYLKYPLSTASASLLATQLKSIA 
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SEQ ID NOS:72 and 153 

TOATA^^^^Tr^PTATAr^ACAATT^CTATTTACAATTCTTACTTCACAATG GCTTCCATGA 
GGCAGGCTGAACCTGCAGATATGCGCCCAGAGATATGGATCGCCCAAGAGTTGCGGCGTATTG 
GAGACGAGTTTAACGCCTACTATGCAAGGGAG GATTACAAAGACGATGACGATAAGGCATCCG 

CTATTTAAAA 



SEQ ID NOS:73 and 154 

TACTATTTACAATTCTCCTAACACAATG GGGGCAGGTGGGGACGGCAGCTCGCCATCATCGGG 
GACGACATCAACCGACGGAAAGATTACAAAGACGATGACGATAAGGCATCCGCTATTAAAAAA 



SEQ ID N0S:74 and 155 

TTTACAATTCTCCTAACACAATG AAGCTGAGCGAGTGTCTCAAGCGCATCGGGGACGAACTGG 
ACAGTAACATGGAGCTGCAGAGGATGATTGCCGCCGTGGACACAGACTCCCCCCGA GATTACA 
AAGACGATGACGATAAGGCATCCGCTATTAAAAA 



SEQ ID NOS:75 and 156 

TAATACGACTCACTATAGGGACAATTACTATTTACAATTCTTTCTCTACAATGACAGGGAAGG 
AAGCCATACTGCGGAGGCTGGTGGCCCTGCTGGAGGAGGAGGCAGAAGTCATTAACCAGAAGC 
TGGCCTCGGACCCCGCCCTGCGCAGCAAGCTGGTCCGCCTGTCCTCCGACTCTTTCGCCCACC 
TGGATTACAAAGACGATGACGATAAGGCATCCGCTATTTAAAA 



SEQ ID NOS:76 and 157 

GACTCACTATAGGGACAATTACTATTTACAATTCTTACTTCCAACGAGGGATG CTCTACTACC 
AGAC AGAGAAATATGATTTGGCTATC AAAGAC CTTAAAGAAGC CTTGATTC AGCTTCGAGGGA 
ACAATGATTACAAAGACGATGACGATAAGGCATCCGCTATTTAAAA 



SEQ ID NOS:77 and 15 8 

TAATACGACTCACTATAGGGACAATTACTATTTACAATTCTCCTAACACAATG GGTGGGGAAA 
GTGATACTGACCCCCACTTCCAGGATGCGCTAATGCAGCTCGCCAAAGCTGTGGCAAGTGCTG 
CAGCTGCCCTGGTCCTCAAGGCCAAGAGTGTGGCCCAACGA GATTACAAAGACGATGACGATA 
GGGCATCCGCTATTTAAAA 



SEQ ID NOS:78 and 159 

TAATACGACTCACTATAGGGACAATTACTATTTACAATTCTTTCTCTACAATG GGAACACGCC 
AAGACAGAATGTTTGAGACAATGGCGATTGAGATTGAACAACTTTTGGCAAGGCTTACAGGGG 
TAAATGATAAAATGGCAGAATATACCAACGC T GATTACAAAGACGATGACGATAAGGCAT C CG 
CTATTTAAAA 
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SEQ ID NOS:79 and 160 

PTZ\TTTArAATTCTCCTAACACAATG GCGGTACAGGAGGATCCGGTGCAGCGGGAGATTCACC 
AGGACTGGGCTAAC CGGGAGTAC ATTGAGATAATCAC CAGCAGC ATC AA GAAAATCGC AGACT 
TTCTCAACTCGTTCGATTACAAAGACGATGACGATAAGGCATCCGCTATTAAAAA 



SEQ ID NOS:80 and 161 

TAATACGACTCACTATAGGGACAATTACTATTTACAATTCTCCTAACACAATGGCGACTCGAC 
AGGCCTTAAATGAGATCTCGGCCCGGCACAGTGGGATCCAGCAGCTTGAACGCAGTATTCGTG 
AGCTGCACGACATATTCACTTTTCTGGCTACCGAAGTGCGA GATTACAAAGACGATGACGATA 

AGGCATCCGCTATTTAAAA 



SEQ ID NOS:81 and 162 

TAATACGACTCACTATAGGGACAATTACTATTTAC 
U ACATCTACGGGATCCGGGAGATCGCGGACGGGTTGTGCCTGGAGGTGGAGGGGAAGATGGTCA 

h GTAGGC CAGAGGATTACAAAGACGATGACGATAAGGC AT C CGC TATTTAAAA 



£.1 SEQ ID NOS:82 and 163 

111 TfiATA^arTnnrT&TAmnAPAATTACTATTTAC^TTCTCCTAACACAATG TTTTGGCTGG 

p AAGAAAGGGACTTTGAGGCGGGTGTTTTTGAACTAGAAGCAATTGTTAACAGCATCAAAAGAA 

« GCGATTACAAAGACGATGACGATAAGGCATCCGCTATTTAAAA 



SEQ ID NOS:83 and 164 

TAATACGACTCACTATAGGGACAATTACTATTTACAATTCTTACTTCAATACAATGAAATGGG 
ACACAGACAATACTCTAGGGACAGAAATCTCTTGGGAGAATAAGTTGGCTGAAGGGTTGAAAC 
TGACTCTTGATACCATATTTGTACATCACGTCCTGCATGCCCCACAC GATTACAAAGACGATG 

ACGATAAGGCATCCGCTATTTAAAA 



SEQ ID NOS:84 and 165 

TAATACGACTCACTATAGGGACAATTACTATTTACAATTCTTTCTCTACAATG CGGGGGGCAG 
TGTTCTCCCAGGATAAGGACGTCGTGCAGGAGGCCACAAAGGTGCTGAGGAATGCTGCCGACA 
ACTTCTACATCAACGACAGGGATTACAAAGACGATGACGATAAGGCATCCGCTATTTAAAA 



SEQ ID NOS:85 and 166 

nAPTrAPTATAnanAnAATTACTATTTACAATTCTCCTAACACAATG ACCGGTACAGGAGCAC 
CCAGATTCATAAAGGAAGTCCAGGAATTGAACTCAGCTCTACATCAATCGGACCTAATAGACA 
TCTACAGAACTCTCCACCCCGCT GATTACAAAGACGATGACGATAAGGCATCCGCTATTTAAA 

A 
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SEQ ID NOS:86 and 167 

TTTAr^ZXTTrTf!C!TAACACAATG ACAAAGAGCAATGAACTAACCCGGGCAGTAGAGGAACTAC 
ACAAACTTTTGAAAGAAGCTAGGGAA GATTAC AAAGACGATGACGATAAGGCAT C CGCTATTT 

AAAA 



SEQ ID NOS:87 and 168 

TAATACGACTC AC TATAGGGACAATTACTATTTACAATT CTCCTAACACAATGA^CTACTGGA 
ACCTGCTGCCCCCCAAGCGGCCCATCAAAGAGGTGCTGACGGACATCTTTGCCAAGGTGCTGG 
AGAAGGGCTGGGTGGACAGC CGCTC CAT C CAC GATTAC AAAGACGATGACGATAAGGCAT CCG 
CTATTTAAAA 



SEQ ID NOS:88 and 169 

CTATTTACAATTCTCCTAACACTATG GACTATGAGATGCTCTTCAACTCCTTCAGG GATTACA 
AAGACGATGACGATAAGGCATC CGCTATTAAAAA 



SEQ ID NOS:89 and 170 

TAATACGACTCACTATAGGGACAATTACTATTTACAATTCTTTCTCTACAATGGCCGGGGAGG 
ACATGGAGATCAGCGTGAAGGAGTTGCGGACAATCCTCAATAGGATCATCAGCAAACACAAAG 
ACCTGCGGACCGATTACAAAGACGATGACGATAAGGCATCCGCTATTTAAAA 



SEQ ID NOS:90 and 171 

TAATACGACTCACTATAGGGACAATTACTATTTACAATTCTCCTAACACAATGGGACTAAGAG 
AAGAAAGTGAAGAGTACATGGCTGCTGCTGATGAATACAATAGACTGAAGCAAGTGAAGCAAC 
CTGCAGATTACAAAGACGATGACGATAAGGCATCCGCTATTTAAAA 



SEQ ID NOS:91 and 172 

TAATACGACTCACTATAGGGACAATTACTATTTACAATTCTTTCTCTACAATG AAGGGCAT^ 
TCAGCAGGTTGATGTCCGTGGAGGAAGAACTGAAGAGGGACCACGCAGAGATGCAAGCGGCTG 
TGGACTCCAAACAGAAGATCATTGATGCCCAGGAGAAGCGCATTGCCTCGTTGGATGCCGCCA 
ATGCCCGCCTCATGAGTGCCCTGACCCAGCTGAAAGAGAGGTACAGCATGCAAGCCCGTAACG 
G CAT C T C C C C C AC C AAC C C C G CG GAT TAC AAAGAC GATGAC G AT AAGGC AT C C AC T ATT T AAA 
AAA 



SEQ ID NOS:92 and 173 

TAATACGACTCACTATAGGGACAAATACTATTTACAATTCTCCTAACACAATGTGGGAACGGA 
TTGAGGAAAGGCTGGCTTATATTGCTGATCACCTTGGCTTCAGCTGGACAGAATTAGCAAGAG 
CGCTGGATTACAAAGACGATGACGATAAGGCATCCGCTATTTAAAA 
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SEQ ID NOS:93 and 174 

TAATACGACTCAGTATAGGGGACAATTACTATTTACAATTGCTTACTTCACAATGGCTCGGGG 
AGACTTTGCCCAGGCTGCCCAGCAGCTGTGGCTGGCCCTGCGGGCACTGGG CCGGCCCCTGCC 
CAC CTCC CACGATTAC AAAGACGATGACGATAAGGCAT CCGC TATTTAAAA 



SEQ ID N0S:94 and 175 

TAATACGACTCACTATAGGGACAATTACTATTTACAATTCTTTCTCTACAATGGTGGTGGATC 
TGCCAGATTTTATAGTCTGGCTTGAGGAGGCAGTATCTGATTTACATAGGGCCCTC GATTACA 

AAGACGATGACGATAAGGCATCCGCTATTTAAAA 



SEQ ID NOS:95 and 176 

PTTTTACARTTCTCCTAACACAATG GGCTTTTTGGCTGCCGAGCAGGACATCCGAGAGGAAAT 
CAGAAAAGTTGTACAGAGTTTAGAACAAACAGCTCGAGAGGTTTTAACTCTACTGCAAGGGGT 
H C CAGGATTACAAAGACGATGACGAT AAGGCAT CCGC T AAGNAAA 



J3 

fT? SEQ ID NOS:96 and 177 

TTAATACGACTCACTATAGGGATTACTATTTACAATTCTTACTTCACAATGCTGGACCCTG^ 
W AAGGATGTTCTAATTCTTTCTGCTCTGAGACGAATGCTATGGGCTGCAGATGACTTCTTAGAG 
0 GATTTGCCTTTTGAGCAAATAGGGAATCTAAGGGAGGAAATTATCAACTGTGCACAAGCG GAT 
* TACAAAGACGATGACGATAAGGCATCCGCTATTTAAAA 



TTCTATTTACAATTCTCCTAACACAATG GCCAACCTCCTACTCCTCATGGTACCCATTCTAAT 
CGCAATGGCATTCCTAATGCTTACCGAACGAAAAATTCTAGGCTATATACAACCACGC GATTA 

CAAAGACGATGACGATAAGGCATC CGC TAAAMAAA 



SEQ ID NOS:98 and 179 

AATTCTCCTAACACAtSfTG CTCCGGCTAAATACTACCGTATGGCCCACCATAATTACCCCCATA 
CTCCTTACACTATTCCTCATCACCAACCGACTAATCACCACCCGG GATTACAAAGACGATGAC 
GATAAGGCATCCGCTATTTAAAA 



SEQ ID NOS:99 and 180 

CTATTTACAATTCTCCTAACACAATG ACCCTCTACCTAAAACTCACAGCCCTCGCTGTCACTT 
TCCTAGGACTTCTAACAGC CCTAGACCTCAAC TAC CC AACC GATTAC AAAGACGATGACGATA 
AGGCATCCGCTATNAAAAAA 



13 
O 




SEQ ID NOS:97 and 178 
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SEQ ID NOS:100 and 181 

TAATACGACTCACTATAGGGACAATTACTATTTACAATTCTCCTAACACAATGGCGGGCGTGT 
TCTCAGCCGAGCCGTCGCCGTTTCCACAGACCCGTCGCAGCATGGTGTTTGCCAGGCACCTGC 
GGGAGGTGGGAGACGAGTTCAGGAGCAGACATCTCAACTCCACGGACGACGCAGACGAG GATT 
ACAAAGACGATGACGATAAGGCATCCGCTATTTAAAA 



SEQ ID NOS:101 and 182 

TAATACGACTCACTATAGGGACAATTACTATTTACAATTCTTTCTCTACAATGGGCTTAA 
TTGCCACAGTTGCTGCCAGTATGGACAGAGTGCCAAAGGTTACTCCCAGCAGTGCCATCAGCA 
GC ATAGCAAGAGAGAAC C ACGAAC CAGAAAGATTGGGCTTAAATGG AATAGC AGAGAG AAC A G 
ATTACAAAGACGATGACGATAAGGCATCCGCTATTTAAAA 



SEQ ID NOS:102 and 183 

TAATACGACTCACTATAGGGACAATTACTATTTACAATTCTCCTAACACAATGATGCGGGATC 
TCCCAGGACACTACTATGAAACGCTCAAATTCCTTGTGGGCCATCTCAAGACCATCGCTGACC 
ACCGCGATTACAAAGACGATGACGATAAGGCATCCGCTATTTAAAA 



SEQ ID NOS:103 and 184 

TAATACGACTCACTATAGGGACAATTACTATTTACAATTCTTTCTCTAGGTGTGGATGTGTGG 
GGGCCGCATGGAGGACATCCCCTGCTCCAGGGTGGGCCATATCTACAGGAAGTATGTGCCCTA 
CAAGGTCCCGGCCGGAGTCAGCCTGGCCCGGAACCTTAAGCGGGTGGCCGATTGGATG GATTA 
CAAAGACGATGACGATAAGGCATCCGCTATTTAAAA 



SEQ ID NOS:104 and 185 

TAATAnnAnTCACTATAGGGACAATTACTATTTACAATTCTTTCTCTACAATG GCGCTTAGTT 
GGATCGAAATGGACACCGAGATGGAGATGCTTCTGGCTAGATTTCGCAGAACCCCAGGAGACC 
TGCATTTAGACCACTCTGTCCATTTGTGTGCCCACCCCGATTACAAAGACGATGACGATAAGG 
CATCCGCTATTTAAAA 



SEQ ID NOS:105 and 186 

CTATTTACAATTCTCCTAACACAATG ACCTCCACCCTACCACACATTCGAAGAACCCGT GATT 
ACAAAGACGATGACGATAAGGCATCCGCTATTTAAAAA 



SEQ ID NOS:106 and 187 

TAATACGACTCACTATAGGGACAATTACTATTTACAATTCTCCTAACACAATGAACGGAAATC 
TGTTCGCTTCATTCATCGCCGACAGT GATTACAAAGACGATGACGATAAGGCATCCGCTATTT 

AAAA 
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SEQ ID NOS:107 and 188 

TAATACGACTCACTATAGGGACAATTACTATTTACAATTCTTACTTCGCCCTGGA^GA^ATCG 
AGTGGTTTGTGGCCCCGGCTGCAGAAGGCAGCCGAGGCTTTCAAGCAGCTGAACCAGCCC GAT 
TACAAAGACCATGACGATAAGGCATCCGCTATTTAAAA 



SEQ ID NOS:108 and 189 

TAATACGACTCCTATAGGGACAATTACTATTTACAATTCTTACTTCAATACAATGCGCACCCT 
GCAACCCAGGCTTCTTCAAAACCAACAACAGCACCTGCCAGCCCTGCCCATATGGTTCCTACT 
CCAATGGCTCAGACTGCACCCGCTG GATTACAAAGACGATGACGATAAGGCATCCGCTATTTA 

AAA 



SEQ ID NOS:109 and 190 

TAATACGACTCACTATAGGGACAATTACTATTTACAATTCTCCTAACGCCAAAGCACAATGGC 
M= TGTTATAATTAACGAATTATCTCAGCGTGACAGCTGTGGTCCTTTGAAAATTAGCTTGAATAA 
Q CAAGATCCTGGTGTATGGTAATTTATTTTCCTCTTTCACCCCC GATTACAAAGACGATGACGA 
O TAAGGCATCCGCTATTTAAAA 

5 
ry 

SEQ ID NOS:110 and 191 

0 CAATTCTCCTAACACGATG GGACTGGCTAAAAAAAGTAAAAGGAACCCGGCAAATCTTACCCC 
* GCCT GATTACAAAGACGATGACGATAAGGCATCCGCTATTTAAAAA 

D 
W 

y SEQ ID NOS:lll and 192 

NATTTCTATTTACAATTCTCCTAACACAATG AGCTCACAGGCACTTAGAATCCATCAGTGGCT 

1 ^ CCATCTTTTCTCAGACTTCACCTCCACC GATTACAAAGAGGATGACGATAAGGCATCCGCTNN 

AAAAA 



SEQ ID NOS:112 and 193 

TAATACGACTCACTATAGGGACAATTACTATTTACAATTCTTTCTCTACAATGGACCAACCCA 
TAGGAAAATGGGAAAAGTTGTTCCCGTTACAACTTTACAAAACGTTACAAATGCTCATGTCCC 
AGATGGATTAC AAAGACGATGACGATAAGGCAT C CGC TATTTAAAA 



SEQ ID NOS:113 and 194 

TAATACGACTCACTATAGGGACAATTACTATTTACAATTCTTACTTCACAATG GGGGTCTCTG 
AGGCCGAGGGAACATTCCCGCTCAGCACTTTCCTTCTTGGGATAGCATCCCGTCTAAGAAGCG 
TGGCTGATTACAAAGACGATGACGATAAGGCATCCGCTATTTAAAA 
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SEQ ID N0S:114 and 195 

TAATACGACTCACTATAGGGACAATTACTATTTACAATTCTCCTAACACAATGAGGGCGCCCA 
GATTCATAAAGCAAATATTGCTAGATCTAAAGAGAGAGATAGACTTCAATGTGAGATTAGTAG 
AATACTTCAACC CACTATCAGATTAC AAAGACGATGACGATAAGGC AT C CGCTATTTAAAA 



SEQ ID N0S:115 and 196 

TAATACGACTCACTATAGGGACAATTACTATTTACAATTCTTTCTCTACAATGATCGTGGC^ 
TCATTGCTGGTCGCCTTCGGATGTTGGGTGACCAGTTCAACGGAGAATTGGAAGCTTCTGCCA 
AAAACGATTACAAAGACGATGACGATAAGGCATCCGCTATTTAAAA 



SEQ ID N0S:116 and 197 

TAATACGACTCACTATAGGGACAATTACTATTTACAATTCTTTCTCTACAACCTGGGTTTGG^ 
CTATTACAGCAGCCGACAGTATGCTTCAGCACTGAAGCATATCGCTGAGATTATTGAGCGTGG 
CATCCGCCAGCACGATTACAAAGACGATGACGATAAGGCATCCGCTATTTAAAA 



SEQ ID N0S:117 and 198 

TAATACGACTCACTATAGGGACAATTACTATTTACAATTCTTTCTCTACGATGGCTGGCATOT 
TATTAGACAGAAGAGGAACTGAGTGTGAC CT CTGGATAAATGAGATGTCACTATTACATAAGA 
TTGTTCAAGATGTATATGGAACTCCTCACCCGCCCCACTCC GATTACAAAGACGATGACGATA 
AGGCATCCGCTATTTAAAA 



SEQ ID N0S:118 and 199 

TAATACGACTCACTATAGGGACAATTACTATTTACAATTCTCCTAACACAATGCCTTGGCAM 
ACAAACCGATAGCTGATCTTTACAGAGGGAGAGAGAGCCGTCCCTCTGCCCCCCGG GATTACA 
AAGACGATGACGATAAGGC AT C CGCTATTTAAAA 



SEQ ID N0S:119 and 200 

TaATarnarTrAfTATAnGGACAATTACTATTTACAATTCTTTCTCTACAATG CTGTTCTCAG 
TGTTGCTACGTTATTTGGCAGATAACTTTCTGCCAGGAGGATCC GATTACAAAGACGATGACG 
ATAAGGCATCCGCTATTTAAAA 



SEQ ID NOS:120 and 201 

TAATACGACTCACTATAGGGACAATTACTATTTACAATTCTCCTAACACAATGGATTCGCAOT 
TGTTGCTAGGAAAACTAC TTTGGAAAATAGATAATC CGGGCAT C GATTACAAAGACGATGACG 
AT AGGCATCCGCTATTTAAAA 
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SEQ ID N0S:121 and 202 

TAATACGACTCACTATAGGGACAATTACTATTTACAATTCTTTCTCTACAATGGGTGCTATGG 
AGAGAGAATGGGCGATGTTTCTCAGGGCTGCTTCAAGCAGGATTAGGGGTGGCGTGG ATTACA 
AAGACGATGACGATAAGGCATCCGCTGTTTAAAA 



SEQ ID NOS:122 and 203 

rTZXTTTArAATTCTCCTAACACAATG GTGCATAACTTTGGGAGACACTGGGGTCTGCCCTTGA 
GTTTTCTTCTCAATTACCCTTTATTCCTCAGTCCG GATTACAAAGACGATGACGATAAGGCAT 

CCGCTATTAAAAAA 



SEQ ID NOS:12 3 and 2 04 

T ^ AT fiPP^PTPZirTATAr^AAATAr!TATTTACAATTCTTACTTCACAATG GCTAGCATGGCTC 
CAGTGGGGAGAGATGCAGAAACATTGC AAAAGC AAAAGGAAACTATAAAAGC CTTT CTAAAGA 
AACTAGAAGC C CTC ATGGCAAGC AATGACAATGC CAATAAAAC C GATGACAAAGACGATGACG 
ATAAGGCATCCGCTATTTAAAA 



SEQ ID NOS:124 and 2 05 

TAATACGACTCACTATAGGGACAATTACTATTTACAATTCTTTCTCTACAATGTGTCGGGAGC 
AGGCTGAACTCACTGGGCTCCGCCTGGCAAGCTTGGGGTTGAAGTTTAATAAAATCGTCCATT 
CGTCTATGACGCGCGC CATAGAGAC CAC C GATTACAAAGACGATGACGATAAGGC AT C CGCTA 
TTTAAAA 



SEQ ID NOS:125 and 206 

TAATACGACTCACTATAGGGGACAATTACTATTTACAATTCTTACTTCACAATGGGCACTAGA 
ATTAGTGATATGCTAAAATTAATTGCAGACACATGGCAGAGAAATTGTTGCCCTGCG GATTAC 
AAAGACGATGACGATAAGGCATC CGCTATTTAAAA 



SEQ ID NOS:126 and 207 

TAATACGACTCACTATAGGGACAATTACTATTTACAATTCTCCTAACACAATGGAGCA^GCCA 
GTGTTAAGTATGTTATTCTGGATATGTACAGAGCACTCTTGACACTAATGAATACTTCAACAG 
CC ACAGATTAC AAAGACGATGACGATAAGGCAT C CGCTATTTAAAA 



SEQ ID NOS:127 and 208 

CAATTCTCCTAACACAATG GAAGACCTAGAGAGTGTGTTAATAAGACTGATCAACTGGGCAAA 
AGGAAGCC C CATCC CAGATTACAAAGACGATGACGATAAGGCATC CGCTATTTAAAA 



FIGURE 3C 



SEQ ID N0S:128 and 209 

TAATACGACTCACTATAGGGACAATTACTATTTACAATTCTCCTAACACAATGAGGCCGGTGT 
CCTTTTGCGGGGCTGTTTGGACTCTGAACAGGGCAATAGGAAGGCATTTTGTCCGAGGTAGCA 
GGGATTACAAAGACGATGACGATAAGGCATCCGCTATTTAAAA 



SEQ ID NOS:129 and 210 

TAATACGACTCACTATAGGGACAATTACTATTTACAATTCTTTCTCTACAATGCACGCGGTGG 
TGGCACGTTTGCTTCACATTGGGGCAATCATGTTCCAACGACTAGACTTCATAGAACAATTGT 
CTGCACCCCCAGCGGATTACAAAGACGATGAGGATAAGGCATCCGCTATTTAAAA 



SEQ ID NOS:130 and 211 

CTTTTACAATTCTCCTAACACAATG GGCCAAGGTACACTTTGGGGAAGTGGGATGGAAGCATG 
GTTGGCAACGGTGTTGAAGGCACTCCCTTGGCACCCCACATACCAGCTGGAGCCG GATTACAA 

AGACGATGACGATAAGGC ATC CGC TAT ANAAAA 



SEQ ID NOS:131 and 212 

TTGTATTTACAATTCTCCTAACACAATG ATAGCACAGGCAACGAAAGCAACAATAGACAAATG 
GAACTGCATCAAACTTAAAATCTTCTACACCTCAAAGAAAGAAGCCAGC GATTACAAAGACGA 

TGACGATAAGGCATCCGCTANT 



SEQ ID NOS:132 and 213 

TAATACGACTGACTATAGGGACAATTACTATTTACAATTCTTTCTCTACAATG GTGGTGGATC 
TGCCAGATTTTATAGTCTGGCTTGAGGAGGCAGTATCTGATTTACATAGAGCCCTC GATTACA 

AAGACGATGACGATAAGGCAT C CGCTATTTAAAA 



SEQ ID NOS:13 3 and 214 

TAATACGACTCACTATAGGGACAATTACTATTTACAATTCTTTCTCTACAATGCAGAGGAGAG 
GGAATGAATTCCAGCTGAGAGACCTGGCCGATGCATGGGATTTGTCTTCAAGGTCCAGGCAGA 
GGGGATGGCAGATGCCAAATTGCAGAAGTCGAAGAGGGCCCGGA GATTACAAAGACGATGACG 
ATAAGGC ATC CGCTATTTAAAA 



SEQ ID NOS:134 and 215 

TTTACAATTCTCCTAACACAATG CGGGGCCTGTGGGTGGACAGGGTCCTAGAGGAATGGGGCC 
TGGAACCGCGGCAGGATTACAAAGACGATGACGATAAGGCATCCGCTATTAAAAA 
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y 



SEQ ID NOS:135 and 216 

TAATACGACTCACTATAGGGACAATTACTATTTACAATTCTTTACTCTACAATGTTCGTGAGG 
TCTGTTGGCTGGAGGCTGCAGAACATTGGTGATGACATGGACCACGCCATTTGTGGCCATGAT 
GTCAGGCTCGGCGATTACAAAGACGATGACGATAAGGCATCCGCTATTTAAAA 



SEQ ID NOS:136 and 217 

GC AGTGGACTCAGAAAGCCAACATGTGGCTCCTC C CAGCGC GATTACAAAGACGATGACGATA 
AGGCATCCGCTATTTAAAA 



SEQ ID NOS:137 and 218 

TAATACGACTCACTATAGGGACAATTACTATTTACAATTCTTTCTCTACAATGGCGGGTAC^ 
AGCCACTTATCCTTGCCCAGTTCATGCGTGTTGGAGGTGACGAACTTCTCCACTTCCTGCTCT 
GGGATTACAAAGACGATGACGATAAGGCATCCGCTATTTAAAA 



SEQ ID NOS:138 and 219 

TAATACGACTCACTATAGGGACAATTACTATTTACAATTCTCCTAACACCATGATGGATACCA 
TAAAGGGATTTGACCTAATCACTAATTTTCAGGTGGTGGCTGATGCTTTGAACATCTCTTTGC 
TGCCCAATCCATTAGCGACAGCG GATTACAAAGACGATGACGATAAGGCATACGCTATTTAAA 

A 



SEQ ID NOS:139 and 220 

TCTATTTACAATTCTCCTAACACAAT GGCCACTTGGATGAAAACCCTTCAAGGATTACTGGAT 
AGAATTCAGGCTTTCCCCTCCAGCCCCCACG ATTACAAAGACGATGACGATAAGGCATCCGCT 

ANGAAAAAA 



SEQ ID NOS:140 and 221 

CTATTTACAATTCTCCTAACACAATG GAAGCTAATAGAAAACAACCGAAACCAAATAATTCAA 
GCACTGCTTATTACAATTTTACTGGGGTCTCTATTTTACCCTCCTACAAGCCCCA GATTACAA 
AGACGATGACGATAAGGCATCCGCTATAAAAAA 



SEQ ID N0S:141 and 222 

TTCTATTTACAATTCTCCTAACACAATG GGGCTCACTCACCCACCACATTAACAACATAAAAC 
CCTCATCCACACGAGATTACAAAGACGATGACGATAAGGCATCCGCTANAAAAAA 
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SEQ ID NOS:142 and 223 

TAATACGACTCATATAGGGACAATTACTATTTACAATTCT^ 

GCCGATTACTAAAATACCCTTTGTCTACAGCCTCCGCTTCTCTCCTGGCTACGCAATTGAAAA 
GCATAGCGGATTACAAAGACGATGACGATAAGGCATCCGCTATTTAAAAAA 
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Number 


Protein Nam* 


Accession number 


Clone 


Protein Sequence 


224 


Cdc21 o 


CAA52801 


AttB-Br-M39 


KYGGLFEDIRW 


225 


SRP9 


NP 003124 


AtlB-Hc-6 


IGEEFSRAAEKLYLAV 


228 


Bmf 


NP_277Q38 


AttB-Thy-34 


KAEVQIARKLQCIAOQFHRLHVL 


227 


Unknown protein from human chromosome 2 
clojn© RP1V228G11 


AC096559 


AfctB-Br-M45 


MGDWGFi DELEGAVSDLHRAL 


228 


Unknown protein from human chromosome 14 
clone CTD-3014H8 and RP11-2B5P v 


AC007955 


AttB-Thy-38 


TLRHWGLQFNTRFGV 


229 


Sequence/protein not Iri database 


none 


AttB-BM-51 


SRREEAWDALFRGl 


230 


Sequence/protein not In datebasa 


none I 


IAttB-BM-52 


TLREIGOLYLTSIIGRR 



i 



NO: 224 Cdc21 (Corresponds to nucleic acid sequence of SEQ ID NO: 



SEQ ID 
231) 

KYQQLFEDIRW 

SEQ ID NO: 225 SRP9 (Corresponds to nucleic acid sequence of SEQ ID NO: 
232) 

IGEEFSRAAEKLYLAV 

SEQ ID NO: 226 Bmf (Corresponds to nucleic acid sequence of SEQ ID NO: 
233) 
KAEVQ 

SEQ ID 
228G11 

MGDWGFIDELEGAVSDLHRAL 



ARKLQCIADQFHRLHVL , , 

NO: 227 Unknown protein from human chromosome 2 clone RP1 1- 
(Corresponds to nucleic acid sequence of SEQ ID NO: 234) 



NO: 228 Unknown protein from human chromosome 14 clone CTD- 
and RP1 1-285P (Corresponds 1 to nucleic acid sequence of SEQ IP NO: 



SEQ ID 
3014H8 
235) 

TLRHWiGLQFNTRFGV 



SEQ ID 



NO: 229 Sequence/protein not in database (Corresponds to nucleic add 
sequence of SEQ ID NO: 236) 
SRREE \WDALFRGI 

SEQ ID NO: 230 Sequence/protein not in database (Corresponds to nucleic acid 

sequence of SEQ ID NO: 237) 

TLREIGpLYLTSlLGRR 



SEQ ID l}40: 231 

AAATACCAGCAACTTTTTGAAGATATTCGGTGG 
SEQ ID NO: 232 

ATCGGGGAGGAGTTCAGCCGCGCTGCCGAGAAGCTTTACCTCGCTGTT 
SEQ ID ^10: 233 

AAAGC^GAGGTACAGATTGCCCGAAAGCTTCAGTGCATTGCAGACCAGTTC 
CACCGGCTTCATGTGCTT 

SEQ ID JKX234 

ATGGGfGATGTGGTTGGTTTTATAGACGAACTTGAGGGGGCAGTGTCTGAT 
TTACATIAGGGCGTTG 



SEQ ID 



MO: 235 



ACACTOCGACACTGGGGATTACAGTTCAACACMGATTTGGTGTG 

SEQ ID NO: 236 ^AF 

TCGAGAAGGGAAGAGGCATGGGATGCTTTATTTCGTGGGATC 



SEQ ID 



MO: 237 



TCGAGAAGGGMGAGGCATGGGATGCTTTATTTCGTGGGATC 



